Evolutionary time-series analysis reveals the signature of frequency-dependent selection on a female mating polymorphism by Le Rouzic, Arnaud et al.
The University of Chicago
Evolutionary Time-Series Analysis Reveals the Signature of Frequency-Dependent Selection on
a Female Mating Polymorphism
Author(s): Arnaud Le Rouzic, Thomas F. Hansen, Thomas P. Gosden, Erik I. Svensson
Source: The American Naturalist, Vol. 185, No. 6 (June 2015), pp. E182-E196
Published by: The University of Chicago Press for The American Society of Naturalists
Stable URL: http://www.jstor.org/stable/10.1086/680982 .
Accessed: 21/08/2015 00:15
Your use of the JSTOR archive indicates your acceptance of the Terms & Conditions of Use, available at .
http://www.jstor.org/page/info/about/policies/terms.jsp
 .
JSTOR is a not-for-profit service that helps scholars, researchers, and students discover, use, and build upon a wide range of
content in a trusted digital archive. We use information technology and tools to increase productivity and facilitate new forms
of scholarship. For more information about JSTOR, please contact support@jstor.org.
 .
The University of Chicago Press, The American Society of Naturalists, The University of Chicago are
collaborating with JSTOR to digitize, preserve and extend access to The American Naturalist.
http://www.jstor.org 
This content downloaded from 130.102.158.19 on Fri, 21 Aug 2015 00:15:21 AM
All use subject to JSTOR Terms and Conditions
E-Article
Evolutionary Time-Series Analysis Reveals the
vol . 1 8 5 , no . 6 the amer ican natural i st june 20 1 5Signature of Frequency-Dependent Selection
on a Female Mating Polymorphism
Arnaud Le Rouzic,1,* Thomas F. Hansen,2 Thomas P. Gosden,3,4 and Erik I. Svensson41. Laboratoire Évolution, Génomes, et Spéciation, CNRS-LEGS-UPR9034, CNRS–Institut Diversité, Écologie, et Évolution du Vivant–
FR3284, Université Paris-Sud, Avenue de la Terrasse, Bâtiment 13, 91198 Gif-sur-Yvette, France; 2. Department of Biology, Centre for
Ecological and Evolutionary Synthesis and Section for Genetics and Evolutionary Biology (EVOGENE), University of Oslo, PB1066, Oslo,
Norway; 3. School of Biological Sciences, University of Queensland, Brisbane, Queensland 4072, Australia; 4. Evolutionary Ecology Unit,
Department of Biology, University of Lund, Lund, Sweden
Submitted August 18, 2014; Accepted December 17, 2014; Electronically published March 27, 2015
Dryad data: http://dx.doi.org/10.5061/dryad.bj86g.
abstract: Amajor challenge in evolutionary biology is understand-
ing how stochastic and deterministic factors interact and influence
Introduction
While evolutionary genetics has provided powerful analyt-
macroevolutionary dynamics in natural populations. One classical
approach is to record frequency changes of heritable and visible ge-
netic polymorphisms over multiple generations. Here, we combined
this approach with a maximum likelihood–based population-genetic
model with the aim of understanding and quantifying the evolution-
ary processes operating on a female mating polymorphism in the
blue-tailed damselfly Ischnura elegans. Previous studies on this color-
polymorphic species have suggested that males form a search image
for females, which leads to excessive mating harassment of common
female morphs. We analyzed a large temporally and spatially repli-
cated data set of between-generation morph frequency changes in
I. elegans. Morph frequencies were more stable than expected from
genetic drift alone, suggesting the presence of selection toward a sta-
ble equilibrium that prevents local loss or fixation of morphs. This
can be interpreted as the signature of negative frequency-dependent
selection maintaining the phenotypic stasis and genetic diversity in
these populations. Our novel analytical approach allows the estima-
tion of the strength of frequency-dependent selection from the morph
frequency fluctuations around their inferred long-term equilibria.
This approach can be extended and applied to other polymorphic or-
ganisms for which time-series data across multiple generations are
available.
Keywords: Ischnura elegans, negative frequency-dependent selection,
balancing selection, color polymorphism, population genetics, max-
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species change across time, understanding how and why
species do not change remains a theoretical and empirical
challenge. Identifying the potential mechanisms involved
in phenotypic stasis remains a central question in evolu-
tionary biology (Futuyma 2010).
Potential explanations for stasis include genetic con-
straints and stabilizing forms of selection, but both classes
of hypotheses face serious difficulties. On the one hand, ge-
netic constraints are difficult to reconcile with the com-
mon observation of high levels of genetic variance (Hendry
2013; but see Walsh and Blows 2009). On the other hand,
stabilizing selection as an explanation for stasis relies on
hypothetical constant ecological factors that stabilize se-
lection (Hansen and Houle 2004). Understanding evolu-
tionary stasis thus requires describing both the underlying
causes of genetic variation and the ecological causes of se-
lection. An interesting alternative to stabilizing selection
in this context is balancing selection. Indeed, contrary to
stabilizing selection, balancing selection—mainly attrib-
uted to heterozygote advantage or more general forms of
frequency-dependent selection—could explain both evolu-
tionary stasis and high levels of genetic polymorphism in
populations.
Organisms with discrete phenotypic polymorphisms,
such as color polymorphisms, can aid in understanding
both the causes of rapid evolutionary change and observed
stasis inmorph frequencies, when time-series data are avail-
able from several generations (Kettlewell 1961; Sinervo and
Lively 1996; Sinervo et al. 2000; Svensson et al. 2005, 2009).
The color morphs in the blue-tailed damselfly Ischnura ele-8.19 on Fri, 21 Aug 2015 00:15:21 AM
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gans provide one example of a stable polymorphism for
which such time-series data are available across multiple
is known and the ecological mechanism generating selection
is reasonably well understood (see references above). Com-
Study Organism, Fieldwork Routines,
Frequency-Dependent Selection E183generations and populations (Gosden et al. 2011). Females
of this species can be classified into three nonambiguous
adult female color morphs (fig. 1), for which the genetic
basis has been well characterized in several multigenera-
tion breeding experiments (Cordero 1990; Sánchez-Guillén
et al. 2005). In a continent-wide survey of 120 I. elegans
populations across Europe, we have previously found that
103 (185%) contain all three morphs, the reminder be-
ing dimorphic with only two morphs (Gosden et al. 2011).
This suggests that balancing selection is strong and able
to maintain most populations in a trimorphic state, in spite
of highly varyingmicroclimatic regimes and local abiotic en-
vironments (Gosden et al. 2011). Because the trimorphic sys-
tem is shared along with the sister species Ischnura graellsii
(Cordero 1990; Sánchez-Guillén et al. 2005) and poly-
morphisms are also common in other species of Ischnura
(Sánchez-Guillén et al. 2011), it is a likely example of an
ancient polymorphism that has survived several speciation
events. Such female color polymorphisms are common
among other coenagrinoid damselflies and odonates in gen-
eral (Fincke et al. 2005).
Several recent studies have documented observational
evidence consistent with negative frequency-dependent se-
lection operating on these damselfly color morphs (Svens-
son et al. 2005; Gosden and Svensson 2008; Takahashi et al.
2010; Iserbyt et al. 2013). Thus, rare morphs benefit in
terms of higher fecundity due to lower male mating harass-
ment (Svensson et al. 2005; Iserbyt et al. 2013). In addition,
populations of I. elegans with more balanced morph fre-
quencies also have higher per capita female fecundity;
they appear to be more stable and suffer from lower extinc-
tion risk (Takahashi et al. 2014). One of the three morphs
in the I. elegans system is considered to be a male mimic
because of its male-like coloration and patterning (andro-
chrome females; Cordero 1990; Svensson et al. 2005; fig. 1).
These androchrome females are thought to benefit from
their intersexual mimicry of males by avoiding excessive
mating harassment (Robertson 1985). Negative frequency-
dependent selection caused by males harassing the most
common female morph is the most likely selective explana-
tion for the maintenance of this polymorphism (Svensson
et al. 2005; Gosden and Svensson 2009). Males are thought
to form a search image for the most common female morph,
as male mate preferences are partly learned and not entirely
genetic (Fincke 2004; Svensson and Abbott 2005; Gosden
and Svensson 2009; Takahashi et al. 2010; Verzijden et al.
2012; Iserbyt et al. 2013). This mechanism of selection re-
quires that the males’ search images switch rapidly, and for
this there is some experimental evidence (Van Gossum
et al. 2005). A key advantage in using this system is that the
genetic basis of the phenotypic trait (female color morph)This content downloaded from 130.102.15
All use subject to JSTORbined with its discrete univoltine generations, I. elegans pro-
vide an excellent model system for studying evolutionary
change in the wild and for disentangling deterministic (e.g.,
selection) and stochastic factors (e.g., genetic drift) in time-
series data (Svensson et al. 2009).
Although previous work in I. elegans and other color-
polymorphic damselflies has sought to demonstrate diver-
gent or balancing selection by either combining morph fre-
quency data between populations with molecular markers
(Andrés et al. 2000; Abbott et al. 2008; Sánchez-Guillén
et al. 2011) or quantifying female fecundities in different
density or frequency settings (Svensson and Abbott 2005;
Gosden and Svensson 2009; Takahashi et al. 2010; Iserbyt
et al. 2013), no study has utilized the quantitative temporal
information provided by time series in the form of morph
frequency changes across multiple generations and in sev-
eral populations. In this article, we apply recently devel-
oped time-series modeling to infer patterns of frequency-
dependent selection in an extensive, multipopulation data
set. Our study develops further a population model based
on direct fitness estimates in the wild (Svensson et al. 2005)
with some recently developed likelihood-based time-series
techniques (Le Rouzic et al. 2010, 2011a, 2011b). Our data
and population-genetic model based on the temporal dy-
namics are consistent with a three-way stable equilibrium
maintained by negative frequency-dependent selection. The
approach we use here is flexible and can also be tailored to
other polymorphic systems for which time-series data are
available but where fitness might be difficult to estimate di-
rectly. As such, our approach provides an alternative way of
inferring the mode and strength of selection, on the basis of
observational data in the form of time series.We discuss the
scope and limitation of our ability to infer selection from
phenotypic time-series data.
Material and Methodsand Sampling Strategy
Ischnura elegans is a short-lived damselfly with discrete and
nonoverlapping generations in northern Europe, where it
is univoltine (Svensson and Abbott 2005). The aquatic lar-
val stage lasts about 1 year. Odonates are hemimetabolous
insects (Corbet 1999); the larvae undergo an incomplete meta-
morphosis before entering the adult life stage. In northern
Europe, adults start to emerge at the end of May or early
June, and the flying season lasts until August (Askew 1988;
Abbott and Svensson 2005). Adult males and females go
through a series of color changes, whereafter they become
sexually mature and mating activity starts (Svensson et al.8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
Figure 1: Sex-limited color polymorphism in the blue-tailed damselfly (Ischnura elegans). Top, mating females of the two most common
morphs mating with males (males above, female below). Top left, Infuscans female (I-morph; olive green, no abdominal color patch).
Top right, androchrome female (A-morph; male-colored mimic, with a blue abdominal patch). Bottom, immature Infuscans-obsoleta female
(O-morph; pink-orange; the blue abdominal patch disappears as the female becomes sexually mature).
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2009). Males are not territorial but engage in scramble com-
petition over females close to the water edge, and females
tions amounts to 6,413 females. Female morph frequencies
were available for most populations in most years, except
Frequency-dependent selection was modeled within an ex-
Frequency-Dependent Selection E185mate with multiple males (Gosden and Svensson 2007,
2009). Copulation lasts for several hours, and during this
time both males and females are vulnerable to predation
and cannot forage. Precopulatory mating harassment of fe-
males by males reduces female fecundity and generates sex-
ual conflict between males and females (Gosden and Svens-
son 2009; Takahashi et al. 2010).
Females can be easily classified into three discrete color
morphs by visual inspection (fig. 1). These three color
morphs are only expressed at the adult life stage and are
not visible during the larval part of the life cycle. Females
belonging to the Infuscansmorph (I-morph) are olive green
and lack a blue abdominal color patch. Androchrome fe-
males (A-morph) are male mimic (blue), with a blue ab-
dominal patch. The rarest morph is Infuscans obsoleta (O-
morph), characterized by an orange-pink color. All three
female morphs occur in the 12 populations of this study,
albeit at different frequencies.
The data used in this study come from a long-term pop-
ulation study on I. elegans that has been ongoing since the
reproductive season of year 2000. The entire study covers
the period up until 2011, a total of 12 seasons (i.e., 12 gen-
erations) from 12 intensively monitored populations in a
small geographic area (ca. 40 # 40 km2) outside Lund,
Province of Skåne, southern Sweden (Gosden and Svens-
son 2008; Gosden et al. 2011). These populations are the
same as those used in a previous study, monitoring fre-
quency changes over the first four generations (Svensson
and Abbott 2005; Svensson et al. 2005), except that the pop-
ulation Fjelie became extinct early in the study period and
is not included here. Additional information about geo-
graphic locations and general ecological information about
these populations can be found elsewhere (Svensson and
Abbott 2005; Abbott et al. 2008). Most populations were
sampled three to four times each summer with weekly in-
tervals, except when cold and rainy weather prevented field-
work. At each visit, we recorded our catching effort (inmin-
utes) as we tried to catch as many males and females as
possible, both those flying alone (single) and those found
mating (couples).
After capture, individuals were transported to an in-
door laboratory at the Biology Department in Lund, where
they were sorted and classified with respect to sex, mating
status (found copulating or single) and female color morph
(A-morph, I-morph, or O-morph). From these field cap-
ture data, we calculated the total number of individuals
caught and the total numbers of males and females. From
this, we computed female morph frequencies, adult sex ra-
tio, and indices of male and female densities (number of in-
dividuals caught per minute). The total sample size in this
study across all 12 seasons (2000–2011) and all 12 popula-This content downloaded from 130.102.15
All use subject to JSTORin a few cases where population densities were too low
or no animals were caught, in spite of several visits. Fre-
quencies were estimated in all years as well as densities (ex-
cept in the first season, where we did not record our catch-
ing effort).
Population-Genetics Modelplicit population-genetics framework. The genetic basis of
the color morphs is a triallelic system with specific domi-
nance relationships. This genetic architecture is identical
in I. elegans and its sister species Ischnura graellsii, as ex-
perimentally documented in two previous multigeneration
breeding experiments in common laboratory environments
(Cordero 1990; Sánchez-Guillén et al. 2005).
The expression of the three morphs A, I, and O is caused
by three underlying alleles (a, b, and g) at a single autoso-
mal locus (Cordero 1990). Genotypes aa, ab, and ag lead
to morph A, genotypes bb and bg to morph I, and geno-
type gg to morph O. Thus, the three alleles follow the hi-
erarchical dominance pattern a 1 b 1 g. The frequencies
of the three morphs PA, PI, and PO are deduced from the
three allele frequencies denoted p, q, and r.
There are solid theoretical arguments to consider Wright-
ian fitness on amultiplicative scale (Wagner 2010). Frequency-
dependent selection is thus modeled by a log-fitness func-
tion changing linearly with morph frequencies (the fitness
of morph O being taken arbitrarily as a reference):
log (WA)p s(PA2PA),
log (WI)p s(PI2PI ),
log (WO)p 0.
(1)
The selection model thus relies on three independent pa-
rameters: two equilibrium frequencies (PA and PI ) and a
frequency-dependent selection coefficient (s). The equilib-
rium frequency of morph O can be easily deduced from
the estimated equilibrium parameters, POp 12 PA2 PI .
The parameter s can be positive or negative, leading to ei-
ther positive or negative frequency-dependent selection, re-
spectively.
Assuming that male genotype does not interact with fe-
male choice (i.e., mating is random after selection), morph
frequencies after reproduction and before selection are
PAp p21 2pq1 2pr,
PIp q21 2qr,
POp r2.
(2)8.19 on Fri, 21 Aug 2015 00:15:21 AM
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Allele frequencies after selection are derived as L(s, PA, PI , p1, ::: pT , q1, :::, qT)
pProb(N , :::,N ,N , :::,N ,N , :::,N ) (4)
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Statistical ModelThe purpose of the statistical approach in this article is to
estimate the parameters underlying the population-genetic
model (the selection coefficient s, assumed to be the same
across the whole system, and population-specific morph
equilibrium frequencies, PAi and P

Ii) from the empirical
data set. The data consist of the numbers of females for
each morph (NAt, i , NIt, i , and NOt, i) in every population i
and for each year t.
The statistical framework includes two sources of sto-
chasticity: (1) sampling effects, representing the uncertain-
ties about the measured frequencies in the populations; and
(2) true genetic drift, which disturbs themorph frequencies,
pushing them away from potential equilibrium points and
generating selective forces that can be caught by the model.
This setting is not specific to frequency-dependent selec-
tion, and equivalent models are already used in evolution-
ary ecology, for example, to estimate density dependence
(Dennis and Taper 1994; Dennis et al. 2006).
Sampling effects are modeled in the following way: the
probability of sampling NA, NI, and NO individuals in a
given population at a given generation follows a multino-
mial distribution Probt ∼ M(NA,NI,NO∣PA, PI, PO), where
PA, PI, and PO are the theoretical frequencies predicted by
the model. Probt thus quantifies the probability of observ-
ing the data (NA, NI, and NO in each population for every
year of the time series), given the theoretical prediction of
the model.
Genetic drift also follows a multinomial sampling pro-
cess: the probability of having allele frequencies (pt11, qt11,
rt11) at generation t 1 1 follows the multinomial dis-
tribution Probt→t11 ∼M(2Ne pt11, 2Neqt11, 2Nert11∣p0t , q0t , r 0t ),
where primed variables indicate allele frequencies after se-
lection.
The parameters of interest (s, PA, and PI ) cannot be
estimated without considering allele frequencies at every
generation. The likelihood of the parameters for a time
series (generations 1 to T ) in one population can be writ-
ten asThis content downloaded from 130.102.15
All use subject to JSTORp
YT
Probt#Probt→t11.A1 AT I1 IT O1 OT
tp1
The combined likelihood function for the whole system
was obtained by multiplying the likelihoods for the indi-
vidual populations. This assumes that the dynamics of
the different populations are independent. Parameter esti-
mates were obtained by numerically maximizing the com-
bined likelihood function. Each population has its own
equilibrium frequencies (two parameters for each popula-
tion), but the strength of selection, s, is shared across the
whole system. We detail the challenges of relaxing this as-
sumption in “Discussion.” In sum, fitting the model re-
quires estimating a single selection coefficient s, 24 equilib-
rium morph frequencies (PAi and P

Ii for each population i),
and 288 allelic frequencies (144 pi, t and 144 qi, t for each
of the 12 populations i at each of the 12 generations t).
For numerical reasons, we calculated multinomial prob-
abilities with a continuous approximation (x!p G(x1 1)),
because model-fitting procedures require allele frequen-
cies to vary continuously. Moreover, the model was fit for
ℓptp log (pt=rt) and ℓqtp log (qt=rt), and frequencies were
back-transformed after convergence. The effective popula-
tion size was considered as constant and fixed to Nep 50.
The consequences of changing this value are minor, as
shown in figure 2B. The maximization was performed with
the software ADMB (ver. 11; Fournier et al. 2012), which
is designed for solving high-dimensional, nonlinear prob-
lems. According to equation (4), the likelihood function
was coded (in the C11 dialect used by ADMB) as the prod-
uct of two multinomial probabilities across generations
and populations. The 288 allelic frequencies are not of di-
rect interest and could be treated as nuisance parameters
in a random-effect setting. Unfortunately, numerical con-
vergence appeared to be particularly tricky when integrat-
ing out these parameters in the likelihood function, probably
because of a strong correlation structure between random
effects. On the contrary, convergence was not problematic
when all parameters were treated as fixed effects, provided
that reasonable starting values were used. Additional simu-
lations (not shown) were performed to verify that the statis-
tical properties of parameter estimates were not substan-
tially different in fixed versus random effect settings.
Among other indicators, the software reports maximum-
likelihood estimates of parameters as well as their variance-
covariance matrix (based on the Hessian matrix), which
was used to derive standard errors and approximate confi-
dence intervals. Numerical simulations and data analysis
were performed in R (ver. 3.0; R Core Team 2013). The8.19 on Fri, 21 Aug 2015 00:15:21 AM
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data set (morph frequencies and sample sizes in the dif-
ferent populations and years) as well as the computer code
Model Testing
Bias in the Selection Parameter. The model is nonlinear,
Model Validation
0
A
Frequency-Dependent Selection E187(R scripts) behind the figures and results in this study are
deposited in the Dryad Digital Repository: http://dx.doi
.org/10.5061/dryad.bj86g (Le Rouzic et al. 2015).This content downloaded from 130.102.15
All use subject to JSTORand maximum-likelihood estimates are often affected by
various biases in similar settings. Biased estimates are not
necessarily problematic, especially when the bias can be
quantified, which makes it possible to correct the estimate.
A hundred individual-based simulations were run for a se-
ries of selection coefficients distributed between 1 and 210
with a settingmatching the data (12 populations with a sam-
ple size drawn into an exponential distribution of an aver-
age of 44.5 individuals per year and per population). These
simulations reproduced the population-genetic model de-
scribed above, with equilibrium frequencies equal to the
mean frequencies observed in the data. In addition, sample
sizes around 10 times greater (400 individuals per popula-
tion and per year) were also simulated to evaluate the statis-
tical properties of larger data sets.
Alternative Settings. In order to challenge this basic model
and test for different settings, we defined and implemented
alternative models in the same software environment. In
particular, we assessed the influence of the selection model
by allowing alternative parameterization of the fitness func-
tions of equation (1). First, a more complexmodel (hereafter,
the two-parameter selection model) was defined with two
independent selection parameters (log (WA)p sA(PA2PA ),
log (WI)p sI(PI2PI), and log (WO)p 0). Second, various
combinations based on the original model were generated
in which one (three models), two (three models, including
the one of eq. [1]), and three (one model) morphs are af-
fected by their own frequency.
Goodness-of-Fit. Model selection picks the model that best
fits the data among a predefined set of models, but it can-
not evaluate how good the model is at fitting the data. We
performed a goodness-of-fit test based on a Monte Carlo
method (Waller et al. 2003): 1,000 simulations parameter-
ized with the maximum-likelihood estimates of selection
and frequency parameters were run for 12 populations, with
the same sample sizes as in the real data. These simulations
were analyzed with the statistical model, and the distribu-
tion of the likelihood values was used to check to what ex-
tent the data constitute a typical realization of the model.
ResultsBefore fitting our model to the empirical data, we evaluated
the accuracy of the statistical procedure, using simulated
data for which the selection strength was known. We inves-
tigated (1) whether the model itself and its implementa-
tion were able to estimate parameters of interest (basically,−10 −8 −6 −4 −2 0
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Figure 2: Model validation. Top, simulated versus estimated values
of s (500 simulations for each value of210 ! s ! 1) in the small pop-
ulation setup (Np 44.5). Boxes represent the quartiles of the distri-
butions, with outliers (11.5 # the interquartile range) being dis-
played as circles outside boxes. The dashed line shows the expected
pattern (estimatedp simulated), and the solid line is an ordinary re-
gression (estimated p 1.45 # simulated 2 0.44). Bottom, effect of
changing the arbitrary value of Ne on the selection coefficient esti-
mates. The model was fit to the real data for a range of Ne values; the
figure reports the maximum-likelihood estimate and the associated
standard error.8.19 on Fri, 21 Aug 2015 00:15:21 AM
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we checked whether an estimate of frequency-dependent
selection based on stable time series could be obtained)
mate 5 SE) s p 25.67 5 1.05, which makes frequency
dependence statistically significant (H0: no frequency de-
27
Estimated equilibrium frequencies varied between 0.56 and
E188 The American Naturalistand (2) whether the size of the current data set was suffi-
cient to measure model parameters with reasonable preci-
sion. Two models were tested, as described in “Material
and Methods”: the one-parameter model of equation (1)
and a two-parameter model with different strengths of se-
lection sA and sI for both morphs. This two-parameter
model was functional but gave only reasonably precise es-
timates for the larger (400 individuals) simulations. Given
that our empirical sample size was much lower than this
(average of 44.5 individuals per population), we deemed
it unrealistic to independently estimate the selection co-
efficients for both morphs; we therefore focused on the
single-parameter model, assuming the same relative selec-
tion strength on the different morphs.
Simulations showed that this single-parameter model was
able to estimate the average selection coefficient (fig. 2A).
However, when the sample size is the same as in the data
(44.5 females per year and per population on average), the
selection estimate is biased. On the basis of the simulation
results, the parameter s tends to be overestimated. These
simulations confirm that the model is unlikely to generate
false positives (simulations with no selection lead to esti-
mates very close to sp 0). The bias vanishes for larger sam-
ple sizes (not shown), indicating that it is not due to an im-
plementation bug.
We also investigated the sensitivity of the model to the
effective population size Ne, which conditions the strength
of genetic drift and has to appear as a given parameter in
the model. Running the model on the data set with several
values of Ne ranging from 10 to 1,000 showed virtually no
effects on the estimated value of s, the major impact being
the narrowing of the confidence interval around s for large
Ne (fig. 2B). The selection coefficient cannot be estimated
for very large values of Ne (the model does not converge),
since genetic drift is necessary to disturb the equilibrium.
Using an arbitrary value of Ne p 50, roughly estimated
from the observed number of individuals in our experi-
mental ponds, is unlikely to affect the output of the model.
A thousand Monte Carlo simulations based on the esti-
mates obtained from the real data set showed that only
six out of 1,000 simulations fit the real data better than
the simulated data. This lack of fit can be attributed to the
simplicity of the model, but we could not achieve a signifi-
cantly better fit by combining the selection coefficients in
equation (1) differently (see below).
Estimation of the Mode and Strength of SelectionThe model was fit to the full data (2000–2011, 12 popula-
tions and 12 generations; fig. 3). The maximum-likelihood
estimate for the frequency dependence parameter is (esti-This content downloaded from 130.102.15
All use subject to JSTORpendence [s p 0], P ! 10 if the error is assumed to be
Gaussian). The sign of the estimated coefficient is negative,
meaning that a morph’s fitness is expected to decrease as
its frequency increases (i.e., negative frequency-dependent
selection). Correcting the estimate for statistical bias il-
lustrated in figure 2A leads to scorr p s/1.45 p 23.91 for
s p 25.67, which does not change our main qualitative
conclusions. The coefficient s can be interpreted as the
change in fitness generated by a (small) change in frequency
around the equilibrium: sp25.7 means that a 1% shift in
morph frequency away from equilibrium generates a 5.7%
(raw) or 3.9% (bias-corrected) change in fitness. Figures 4
and 5 represent the fitness functions in morph frequency
space, assuming a population with average morph equilib-
rium frequencies.
By construction, frequency dependence is symmetric: se-
lection on two of the morphs necessarily induces frequency-
dependent selection of the same sign on the third morph.
Here, we chose to model selection explicitly on the two most
frequent morphs, A and I. Alternative models in which fre-
quency dependence was applied on different morphs (A
and O, I and O, as well as on all three morphs simulta-
neously) gave similar values for s (e.g., s p 25.81 when
all three morphs are affected by frequency dependence on
the absolute fitness). The likelihood values were also quite
similar with less than three Akaike information criterion
(AIC) units difference between models, showing that all
these models have roughly similar explanatory powers.
Thus, the choice of a specific model is unlikely to affect
the conclusions. In contrast, applying selection on morph
A alone led to a difference of about six AIC units, suggesting
that frequency-dependent selection on morph A cannot
fully explain the stability observed in this trimorphic sys-
tem. In practice, this also means that the frequencies of
the two less common morphs are too stable across genera-
tions to be explained by genetic drift alone.
Morph Equilibrium Frequencies0.80 across populations for morph A, between 0.04 and
0.26 for morph I, and between 0 and 0.23 for morph O
(fig. 6). Differences among populations are too large to
be due to estimation errors, since the confidence ellipses
do not overlap. We attempted to correlate equilibrium-
frequency differences with available population-specific
measurements, including population density (number of
individuals caught per minute), sex ratio, geographical lo-
cation, and pond size (area and perimeter). None of these
factors were convincingly associated with morph equilib-
rium frequencies. In five out of 12 populations, the equilib-8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
properly. ulations, Vombs Vattenverk and Hofterup, have unusually
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Frequency-Dependent Selection E189Three populations appear as outliers. In population
Habo, the frequency of the I-morph tends to decrease with
time, thus explaining the low predicted equilibrium fre-
quency and suggesting that the population might not beThis content downloaded from 130.102.15
All use subject to JSTORlow A-morph frequencies and do not display any obvious
signs of nonequilibrium. At present, we have no convincing
explanation for these differences between closely located
populations, although we note that they are also geneticallyrium frequency of morph O was too small to be estimated at equilibrium. On the opposite end of the scale, two pop-
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Figure 3: Observed (points) and estimated (lines) morph frequencies for each of the 12 populations. Blue, A morph; beige, I morph; brown,
O morph. The size of the points is proportional to the sample size, and dotted segments stand for approximate 95% confidence intervals (not
computed for N ! 3 to avoid overcrowding figure). Estimated equilibrium frequencies are indicated as horizontal dotted lines.8.19 on Fri, 21 Aug 2015 00:15:21 AM
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length polymorphism) markers (Abbott et al. 2008). and generalize findings across studies. In addition, it has
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Estimating Selection
Natural selection is at the foundation of evolutionary think-
ing, but during the modern synthesis, it was studied more
from a theoretical than from an empirical point of view
(Provine 1971). The situation changed in the early eighties
with the development of selection gradient analysis, as out-
lined in the seminal article by Lande and Arnold (1983).
This work and subsequent extensions brought powerful sta-
tistical tools that evolutionary biologists could use to mea-
sure directional selection in the wild, which spurred a wave
of studies of natural and sexual selection (reviewed in End-
ler 1986; Kingsolver et al. 2001; Hereford et al. 2004; Stinch-
combe et al. 2008; Siepielski et al. 2009, 2011, 2013; Cals-
beek et al. 2012; Morrissey and Hadfield 2012).
There are currently a multitude of studies that have not
only documented the operation of selection in the field but
also sought to estimate its strength and mode. Despite the
apparent success of this approach, the empirical analysis of
selection suffers from a number of methodological short-
comings stemming from both statistical and measurement-This content downloaded from 130.102.15
All use subject to JSTORbeen pointed out that it is not enough to identify the target
traits of selection but also the ecological causes and selective
agents (Sober 1984; Wade and Kalisz 1990).
The past few years have seen active research aimed at ad-
dressing some of the shortcomings of the classic linear re-
gression approach with specific improvements in the tech-
niques used for estimating phenotypic selection in a variety
of data types. This includes more flexible parametric mod-
els of the adaptive landscape (e.g., Schluter 1988; Schluter
and Nychka 1994; Blows and Brooks 2003; Blows 2007;
Bolstad et al. 2010; Shaw and Geyer 2010; Chenoweth et al.
2012; Pélabon et al. 2012; Morrissey and Sakrejda 2013),
models incorporating frequency- or density-dependent se-
lection (Álvarez-Castro and Álvarez 2005; O’Hara 2005),
a better awareness of the assumptions and consequences
of scaling (Hereford et al. 2004; Stinchcombe 2005; Stinch-
combe et al. 2008; Wagner 2010; Hansen et al. 2011; Houle
et al. 2011; Matsumura et al. 2012), consideration of mea-
surement error (Hereford et al. 2004; Morrissey and Had-
field 2012), methods for studying selection on the ge-
netic component of traits (Stinchcombe et al. 2002; Winn
2004; Reid and Sardell 2012; Morrissey 2014), techniques
for causal and hierarchical decomposition of selectiondifferentiated with respect to neutral (amplified fragment theoretical issues, which hamper our ability to interpret
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Figure 4: Relative fitness of the three morphs as a function of morph frequency. The solid line depicts the estimated fitness landscape, and
the dotted lines stand for approximate 95% confidence intervals. The calculation assumes that the nonfocal morph frequencies are at the
same ratio as their mean values (PAp 0.71, PIp 0.22, POp 0.07). Vertical bars indicate equilibrium frequencies for which all morph fitnesses
are identical. The fitness functions all have negative slopes in relation to morph frequency, illustrating negative frequency-dependent selection.
The bottom panels display the distribution of frequencies in the data set (12 years # 12 populations p 144 frequencies). Frequencies were
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2000; Ridenhour 2005; Walker 2007; Chenoweth et al. 2012), to fully describe the equilibrium properties of the popula-
wA w
A
wI w
A
wO w
A
equilibrium
A
Frequency-Dependent Selection E191and models to infer selection from evolutionary time series
(Édeline et al. 2009; Le Rouzic et al. 2010, 2011a).
We have proposed and developed a methodological
framework aimed at measuring the strength of balancing
selection based on the statistical analysis of an empirically
quantified time series. The task is challenging: contrary to
directional selection, which generates trends in allele fre-
quencies or phenotypic means that can be used to estimate
selection strength (Le Rouzic et al. 2011a, 2011b), negative
frequency-dependent selection at equilibrium must be de-
tected through the behavior of the system in response to
stochastic perturbances. Negative frequency-dependent se-
lection may act as a conservative force that limits popu-
lation divergence (Svensson et al. 2005), and it erases its
own traces in a similar fashion to stabilizing selection.
Morph frequencies are indeed remarkably stable over the
study period (a decade) and across our 12 study popula-
tions (fig. 3). We interpret this as selection generating a
strong force that punishes strong deviations from the
long-term morph frequency equilibria (figs. 3, 6). Note that
we cannot formally exclude other evolutionary mechanisms
that would result in similar patterns of frequency time ser-
ies. In particular, long-term stability can also be maintained
by a significant influx of recurrent migrations from neigh-
boring patches. However, migration is expected to homog-
enize allele frequencies across populations and cannot ex-
plain different allele frequencies across populations. There
are also no clear geographical patterns or spatial autocorre-
lation in allele frequencies. This suggests local differences
in the selection regime as the cause of the differences.
Here, the modeling task was complicated by the trimor-
phic state of the populations. In a dimorphic system, onlyThis content downloaded from 130.102.15
All use subject to JSTORtion, whereas six parameters (including the influence of
the ratio of two morphs on the fitness of the third one)
are necessary for an exhaustive mathematical description
of a trimorphic system. Moreover, intuitive reasoning is
difficult because of various symmetries in the model. For
instance, the model described in equation (1) includes fre-
quency dependence for morph O, given that any fre-
quency change in O necessarily generates a change in the
relative fitness of O as a result of induced changes in fit-
nesses of A and I. This six-parameter model has interesting
mathematical properties and allows for unstable or cyclic
equilibria. Unfortunately, fitting such complex models in
our data sets is out of reach. The one-parameter model of
equation (1) may seem arbitrary, but alternative models
of similar complexity did not display additional explana-
tory power, including (1) various permutations between
morphs around the pattern of equation (1), (2) linear (vs.
log-linear) fitness functions, and (3) a random effect set-
ting allowing s coefficients to be normally distributed across
populations (the estimated variance for s being estimated
to 0). Therefore, even if the goodness-of-fit test shows that
the model does not fit the data perfectly, it is unlikely that
this can be attributed to the fitness function.
Our population-genetics model is based on prior infor-
mation about the natural history, ecology, and the genetic
basis of the female polymorphism in Ischnura elegans. This
approach enabled us to separate the stochastic effects of
genetic drift from those of sampling and to identify the un-
derlying deterministic effects of selection. However, the
simplicity of distinct morphotypes with a one-locus Men-
delian basis is not characteristic of all study systems. Never-
theless, our approach is flexible and can be implemented(Heisler andDamuth 1987; Armbruster 1991; Scheiner et al. one frequency-dependent selection coefficient is necessary
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Figure 5: Multidimensional fitness functions of the morphs illustrated using ternary plots. Equilibrium frequencies are taken as the mean
over all populations. The triangular plots represent the fitness surfaces in morph frequency space for each of the three morphs. Red, relative
morph fitnesses 11; blue, relative morph fitnesses !1. Note that all three morphs are predicted to have relative fitness !1 (blue) as they ap-
proach 100% in frequency, consistent with negative frequency-dependent selection and a disadvantage of common morphs. The frequency
of, for example, morph A is 100% at the corner A and decreases linearly toward the opposite edge of the triangle. In the last triangle, the red
area indicates the frequency space in which the system is approximately at equilibrium (all three relative fitnesses between 0.9 and 1.1) as well
as the range of observed frequencies (corrected for the population mean).8.19 on Fri, 21 Aug 2015 00:15:21 AM
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series data are available or can be collected, such as pollina- and Other Damselflies
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4
P
O =
E192 The American Naturalisttion polymorphisms (e.g., Eckert and Barrett 1995; Ågren
and Ericson 1996; Barrett 1998); color polymorphisms
(e.g., Kettlewell 1961; Sinervo and Lively 1996; Sinervo
et al. 2000; Svensson et al. 2009); male and female mating
polymorphisms in fish, insects, birds, and several other taxa
(e.g., Neff and Svensson 2013; Karlsson et al. 2014); and,
of course, any other Mendelian traits. In particular, our
approach is agnostic regarding the mechanisms underlying
frequency-dependent selection, since it makes only two
main assumptions: (1) there is a set of morph frequencies
for which fitnesses are identical (equilibrium), and (2) fit-
ness changes exponentially with morph frequency. This al-
lows the equilibrium frequencies and the strength of selec-
tion to be estimated independently of each other, which is
not the case when fitness functions are defined relative to
the morph frequency alone (in which case the equilibrium
depends on a complex combination of frequency-dependent
parameters for each morph).This content downloaded from 130.102.15
All use subject to JSTORAlthough previous studies on color-polymorphic damsel-
flies have estimated selection coefficients more directly with
fecundity data of females from different populations with
different morph frequencies (Svensson and Abbott 2005;
Takahashi et al. 2010), there has been no attempt to eval-
uate the importance of negative frequency-dependent se-
lection and estimate its strength from a time series span-
ning multiple generations and populations. Such indirect
approaches have some advantages over the more direct
approach of estimating fecundities in the field. First, fecun-
dity differences between female morphs will reflect selec-
tion only at the adult stage and hence are only one compo-
nent of fitness, whereas selection coefficients estimated from
time-series data—such as the ones we present here—will
reflect total selection on the morphs integrated over the
entire life cycle, encompassing both larval and adult stages.
Second, by estimating selection coefficients from time se-and extended to other polymorphic systems for which time- Frequency-Dependent Selection in Ischnura elegans
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Figure 6: Position of the estimated equilibrium frequencies in the morph frequency space for all 12 populations. Ellipses illustrate the stan-
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ries data, we confirm that balancing selection is a consis-
tent explanation for both the observed fluctuations in morph
phic populations (Gosden et al. 2011). Yet in southern Eu-
rope, the A-morph is typically around 30% (Gosden et al.
Many different ecological agents of selection have been
A.L.R. was partly supported by the European Commission
Frequency-Dependent Selection E193frequencies and their remarkable stability, spanning more
than a decade of field observations. Our modeling results
and the estimated selection coefficient provide an inde-
pendent line of evidence for frequency-dependent selec-
tion in addition to our previous experimental and obser-
vational studies (Svensson et al. 2005; Gosden and Svensson
2009).
We note that neither this study nor our previous studies
in which we estimated selection coefficients associated with
different morph frequencies (Svensson et al. 2005) can, in
themselves, demonstrate the actual ecological mechanism
generating the frequency-dependent selection. However,
there is additional experimental and behavioral evidence
that the mechanism generating frequency-dependent selec-
tion in this system is indeed caused by fitness costs associ-
ated with increasing mating harassment as a given morph
density increases in the population (Gosden and Svens-
son 2009). Therefore, we suggest—on the basis of the time-
series analysis results in this study in combination with pre-
vious experimental and behavioral studies on this and closely
related damselfly species (Takahashi et al. 2010; Iserbyt et al.
2013)—that the inferred decline in the fitness of female
morphs (figs. 4, 5) are indeed caused by apostatic selection
due to mating harassment as any given morph becomes
more common in the population.
More generally, mating harassment and sexual conflict
over mating rates were at first thought to promote popu-
lation divergence and facilitate speciation (Gavrilets 2000),
but it has since been recognized that such sexual conflict
could also promote female mating polymorphisms within
populations and lead to the emergence of distinct sympat-
ric female genetic clusters (Gavrilets and Waxman 2002;
Svensson and Abbott 2005; Svensson et al. 2009; Karlsson
et al. 2013, 2014). In our case, apostatic sexual conflict leads
to multiple female morphs both locally and regionally, and
it opposes the stochastic loss of morphs through genetic
drift in local populations. Hence, frequency-dependent sex-
ual conflict can play a conservative role, preventing popula-
tion divergence in morph frequencies and hindering the
stochastic transition of local polymorphic populations into
monomorphic ones (Svensson and Abbott 2005; Svensson
et al. 2005).
Our estimated selection coefficients show that frequency-
dependent selection is a strong enough force in this system
to override genetic drift in local populations, which has
been implicated to interact with selection in some other
polymorphic systems (Runemark et al. 2010). This con-
clusion is reinforced by our findings from a large-scale bio-
geographic study, where we found that the vast majority
of all populations of I. elegans contain all three morphs,
with only a small fraction of dimorphic and no monomor-This content downloaded from 130.102.15
All use subject to JSTOR2011), which is radically different from our study area in
Sweden, where the A-morph is more common, typically
between 60% and 80% (Svensson and Abbott 2005). Future
time-series data on morph-frequency fluctuations from
southern populations could perhaps generate the statisti-
cal power to address additional questions, such as whether
the selection coefficient s differs in magnitude between the
different morphs and/or populations.
Concluding Remarksidentified during the past century, and some progress has
been made in estimating natural selection in the wild at
the microevolutionary level. Yet there is still plenty of work
needed to help in understanding and predicting how spe-
cies evolve on microevolutionary timescales, partly because
of our inability to disentangle the respective impact of var-
ious selection forces and stochastic factors on populations.
Quantifying the strength of frequency-dependent selection
from observations on unmanipulated populations in the
wild is a challenging task, but studies of this nature can
help to shed light on the processes leading to either stasis
or change over macroevolutionary timescales. The model
we proposed here demonstrates that it is both theoretic-
ally and empirically possible to estimate the strength of
frequency-dependent selection from data on the genetic dy-
namics of equilibrium populations. Yet this was possi-
ble only because of the exceptional quantity and quality
of the data set (more than 6,000 phenotyped individuals
collected over a 12-year period) in a study system in which
the genetic basis of the trait and the causes of selection, mat-
ing system, natural history, and ecology of the species are
reasonably well understood. This study has revealed that
the remarkable stability of the morph frequencies over 10
generations is consistent across multiple populations and
reveals stasis at microevolutionary timescales that is best
explained by negative frequency-dependent selection. Gen-
eralizing the approach we have used to a wider range of
traits and species may be an important step toward a better
understanding of the stability or dynamics of adaptive land-
scapes and the selective processes leading to either rapid
evolutionary change or stable evolutionary equilibria (Ar-
nold et al. 2001; Estes and Arnold 2007; Calsbeek et al.
2012; Hansen 2012; Svensson and Calsbeek 2012; Arnold
2014).
Acknowledgments(Marie Curie European Reintegration Grant 256507). T.P.G.8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
was supported by the European Union Seventh Programme
(FP7/2007–2013 under grant agreement Adaptive Evolution
Cordero, A. 1990. The inheritance of female polymorphism in the
damselfly Ischnura graellsii (Rambur) (Odonata: Coenagrionidae).
Heredity 64:341–346.
E194 The American Naturalistof Mutual Mate Preferences in Natural 237271). E.I.S. was
supported by grants from the Swedish Research Council
(Vetenskapsrådet) and Erik Philip Sörenssons Stiftelse. We
thank the reviewers, T. Day, and V. Křivan for their con-
structive comments.
Literature CitedAbbott, J. K., S. Bensch, T. P. Gosden, and E. I. Svensson. 2008. Pat-
terns of differentiation in a colour polymorphism and in neutral
markers reveal rapid genetic changes in natural damselfly popula-
tions. Molecular Ecology 17:1597–1604.
Abbott, J. K., and E. I. Svensson. 2005. Phenotypic and genetic var-
iation in emergence and development time of a trimorphic dam-
selfly. Journal of Evolutionary Biology 18:1464–1470.
Ågren, J., and L. Ericson. 1996. Population structure and morph-
specific fitness differences in tristylous Lythrum salicaria. Evolu-
tion 50:126–139.
Álvarez-Castro, J. M., and G. Álvarez. 2005. Models of general
frequency-dependent selection and mating-interaction effects and
the analysis of selection patterns in Drosophila inversion polymor-
phisms. Genetics 170:1167–1179.
Andrés, J. A., R. A. Sánchez-Guillén, and A. Cordero Rivera. 2000.
Molecular evidence for selection on female color polymorphism
in the damselfly Ischnura graellsii. Evolution 54:2156–2161.
Armbruster, W. S. 1991. Multilevel analysis of morphometric data
from natural plant populations: insights into ontogenetic, genetic,
and selective correlations in Dalechampia scandens. Evolution 45:
1229–1244.
Arnold, S. J. 2014. Phenotypic evolution: the ongoing synthesis. Amer-
ican Naturalist 183:729–746.
Arnold, S. J., M. E. Pfrender, and A. G. Jones. 2001. The adaptive
landscape as a conceptual bridge between micro- and macroevo-
lution. Genetica 112:9–32.
Askew, R. R. 1988. The dragonflies of Europe. Harley, Colchester, UK.
Barrett, S. C. H. 1998. The reproductive biology and genetics of is-
land plants. Pages 18–34 in P. R. Grant, ed. Evolution on islands.
Oxford University Press, Oxford.
Blows, M. 2007. A tale of two matrices: multivariate approaches in
evolutionary biology. Journal of Evolutionary Biology 20:1–8.
Blows, M. W., and R. Brooks. 2003. Measuring nonlinear selection.
American Naturalist 162:815–820.
Bolstad, G. H., W. S. Armbruster, C. Pélabon, R. Pérez-Barrales, and
T. F. Hansen. 2010. Direct selection at the blossom level on floral
reward by pollinators in a natural population of Dalechampia
schottii: full-disclosure honesty? New Phytologist 188:370–384.
Calsbeek, R., T. P. Gosden, S. R. Kuchta, and E. I. Svensson. 2012.
Fluctuating selection and dynamics of adaptive landscapes. Pages
89–109 in E. I. Svensson and R. Calsbeek, eds. The adaptive land-
scape in evolutionary biology. Oxford University Press, Oxford.
Chenoweth, S. F., J. Hunt, and H. D. Rundle. 2012. Analyzing and
comparing the geometry of individual fitness. Pages 126–149 in
E. I. Svensson and R. Calsbeek, eds. The adaptive landscape in
evolutionary biology. Oxford University Press, Oxford.
Corbet, P. S. 1999. Dragonflies: behaviour and ecology of Odonata.
Harley, Colchester, UK.This content downloaded from 130.102.15
All use subject to JSTORDennis, B., J. M. Ponciano, S. R. Lele, M. L. Taper, and D. F. Staples.
2006. Estimating density dependence, process noise, and observa-
tion error. Ecological Monographs 76:323–341.
Dennis, B., and M. L. Taper. 1994. Density dependence in time series
observations of natural populations: estimation and testing. Eco-
logical Monographs 64:205–224.
Eckert, C. G., and S. C. Barrett. 1995. Style morph ratios in tristylous
Decodon verticillatus (Lythraceae): selection vs. historical contin-
gency. Ecology 76:1051–1066.
Édeline, E., A. Le Rouzic, I. J. Winfield, J. M. Fletcher, J. B. James,
N. C. Stenseth, and L. A. Vøllestad. 2009. Harvest-induced dis-
ruptive selection increases variance in fitness-related traits. Pro-
ceedings of the Royal Society B: Biological Sciences 276:4163–
4171.
Endler, J. A. 1986. Natural selection in the wild. Princeton University
Press, Princeton, NJ.
Estes, S., and S. J. Arnold. 2007. Resolving the paradox of stasis:
models with stabilizing selection explain evolutionary divergence
on all timescales. American Naturalist 169:227–244.
Fincke, O. M. 2004. Polymorphic signals of harassed female odo-
nates and the males that learn them support a novel frequency-
dependent model. Animal Behaviour 67:833–845.
Fincke, O. M., R. Jödicke, D. R. Paulson, and T. D. Schultz. 2005.
The evolution and frequency of female color morphs in Holarctic
Odonata: why are male-like females typically the minority? Inter-
national Journal of Odonatology 8:183–212.
Fournier, D. A., H. J. Skaug, J. Ancheta, J. Ianelli, A. Magnusson, M. N.
Maunder, A. Nielsen, and J. Sibert. 2012. AD model builder: using
automatic differentiation for statistical inference of highly parame-
terized complex nonlinear models. Optimization Methods and Soft-
ware 27:233–249.
Futuyma, D. J. 2010. Evolutionary constraint and ecological conse-
quences. Evolution 64:1865–1884.
Gavrilets, S. 2000. Rapid evolution of reproductive barriers driven by
sexual conflict. Nature 403:886–889.
Gavrilets, S., and D. Waxman. 2002. Sympatric speciation by sexual
conflict. Proceedings of the National Academy of Sciences of the
USA 99:10533–10538.
Gosden, T. P., R. Stoks, and E. I. Svensson. 2011. Range limits, large-
scale biogeographic variation, and localized evolutionary dynam-
ics in a polymorphic damselfly. Biological Journal of the Linnean
Society 102:775–785.
Gosden, T. P., and E. I. Svensson. 2007. Female sexual polymor-
phism and fecundity consequences of male mating harassment in
the wild. PLoS One 2:e580.
———. 2008. Spatial and temporal dynamics in a sexual selection
mosaic. Evolution 62:845–856.
———. 2009. Density-dependent male mating harassment, female
resistance, and male mimicry. American Naturalist 173:709–721.
Hansen, T. F. 2012. Adaptive landscapes and macroevolutionary
dynamics. Pages 205–226 in E. I. Svensson and R. Calsbeek, eds.
The adaptive landscape in evolutionary biology. Oxford Univers-
ity Press, Oxford.
Hansen, T. F., and D. Houle. 2004. Evolvability, stabilizing selection,
and the problem of stasis. Pages 130–150 inM. Pigliucci and K. Pres-
ton, eds. Phenotypic integration: studying the ecology and evolu-
tion of complex phenotypes. Oxford University Press, Oxford.8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
Hansen, T. F., C. Pélabon, and D. Houle. 2011. Heritability is not
evolvability. Evolutionary Biology 38:258–277.
Heisler, I. L., and J. Damuth. 1987. A method for analyzing selection
Neff, B. D., and E. I. Svensson. 2013. Polyandry and alternative mat-
ing tactics. Philosophical Transactions of the Royal Society B: Bi-
ological Sciences 368:20120045.
Frequency-Dependent Selection E195in hierarchically structured populations. American Naturalist 130:
582–602.
Hendry, A. 2013. Key questions in the genetics and genomics of eco-
evolutionary dynamics. Heredity 111:456–466.
Hereford, J., T. F. Hansen, and D. Houle. 2004. Comparing strengths
of directional selection: how strong is strong? Evolution 58:2133–
2143.
Houle, D., C. Pélabon, G. P. Wagner, and T. F. Hansen. 2011. Mea-
surement and meaning in biology. Quarterly Review of Biology
86:3–34.
Iserbyt, A., J. Bots, H. Van Gossum, and T. N. Sherratt. 2013. Neg-
ative frequency-dependent selection or alternative reproductive
tactics: maintenance of female polymorphism in natural popula-
tions. BMC Evolutionary Biology 13:139.
Karlsson, G. K., A. Kovalev, E. I. Svensson, and S. N. Gorb. 2013.
Male clasping ability, female polymorphism and sexual conflict:
fine-scale elytral morphology as a sexually antagonistic adaptation
in female diving beetles. Journal of the Royal Society Interface
10:20130409.
Karlsson, G. K., E. I. Svensson, J. Bergsten, R. Härdling, and B.
Hansson. 2014. The interplay between local ecology, divergent se-
lection and genetic drift in population divergence of a sexually an-
tagonistic female trait. Evolution 68:1934–1946.
Kettlewell, H. 1961. The phenomenon of industrial melanism in lep-
idoptera. Annual Review of Entomology 6:245–262.
Kingsolver, J. G., H. E. Hoekstra, J. M. Hoekstra, D. Berrigan, S. N.
Vignieri, C. E. Hill, A. Hoang, P. Gibert, and P. Beerli. 2001. The
strength of phenotypic selection in natural populations. American
Naturalist 157:245–261.
Lande, R., and S. J. Arnold. 1983. The measurement of selection on
correlated characters. Evolution 37:1210–1226.
Le Rouzic, A., T. F. Hansen, T. P. Gosden, and E. I. Svensson. 2015.
Data from: Evolutionary time-series analysis reveals the signature
of frequency-dependent selection on a female mating polymor-
phism. American Naturalist, Dryad Digital Repository, http://dx
.doi.org/10.5061/dryad.bj86g.
Le Rouzic, A., T. F. Hansen, and D. Houle. 2011a. A modelling
framework for the analysis of artificial selection-response time se-
ries. Genetics Research 93:155–173.
Le Rouzic, A., K. Østbye, T. O. Klepaker, T. F. Hansen, L. Bernatchez,
D. Schluter, and L. A. Vøllestad. 2011b. Strong and consistent nat-
ural selection associated with armour reduction in sticklebacks.
Molecular Ecology 20:2483–2493.
Le Rouzic, A., H. J. Skaug, and T. F. Hansen. 2010. Estimating ge-
netic architectures from artificial-selection responses: a random-
effect framework. Theoretical Population Biology 77:119–130.
Matsumura, S., R. Arlinghaus, and U. Dieckmann. 2012. Standardiz-
ing selection strengths to study selection in the wild: a critical com-
parison and suggestions for the future. BioScience 62:1039–1054.
Morrissey, M. B. 2014. Selection and evolution of causally covarying
traits. Evolution 68:1748–1761.
Morrissey, M. B., and J. D. Hadfield. 2012. Directional selection in
temporally replicated studies is remarkably consistent. Evolution
66:435–442.
Morrissey, M. B., and K. Sakrejda. 2013. Unification of regression-
based methods for the analysis of natural selection. Evolution
67:2094–2100.This content downloaded from 130.102.15
All use subject to JSTORO’Hara, R. B. 2005. Comparing the effects of genetic drift and fluc-
tuating selection on genotype frequency changes in the scarlet ti-
ger moth. Proceedings of the Royal Society B: Biological Sciences
272:211–217.
Pélabon, C., W. S. Armbruster, T. F. Hansen, G. H. Bolstad, and R.
Pérez-Barrales. 2012. Adaptive accuracy and adaptive landscapes.
Pages 150–168 in T. F. Hansen and D. Houle, eds. The adaptive
landscape in evolutionary biology. Oxford University Press, New
York.
Provine, W. B. 1971. The origins of theoretical population genetics.
University of Chicago Press, Chicago.
R Development Core Team. 2013. R: a language and environment
for statistical computing. R Foundation for Statistical Computing,
Vienna, Austria.
Reid, J. M., and R. J. Sardell. 2012. Indirect selection on female extra-
pair reproduction? comparing the additive genetic value of mater-
nal half-sib extra-pair and within-pair offspring. Proceedings of
the Royal Society B: Biological Sciences 279:1700–1708.
Ridenhour, B. J. 2005. Identification of selective sources: partitioning
selection based on interactions. American Naturalist 166:12–25.
Robertson, H. M. 1985. Female dimorphism and mating behaviour
in a damselfly, Ischnura ramburi: females mimicking males. Ani-
mal Behaviour 33:805–809.
Runemark, A., B. Hansson, P. Pafilis, E. D. Valakos, and E. I.
Svensson. 2010. Island biology and morphological divergence of
the Skyros wall lizard Podarcis gaigeae: a combined role for local
selection and genetic drift on color morph frequency divergence?
BMC Evolutionary Biology 10:269.
Sánchez-Guillén, R., H. Van Gossum, and A. Cordero-Rivera. 2005.
Hybridization and the inheritance of female colour polymorphism
in two ischnurid damselflies (Odonata: Coenagrionidae). Biologi-
cal Journal of the Linnean Society 85:471–481.
Sánchez-Guillén, R., B. Hansson, M. Wellenreuther, E. Svensson,
and A. Cordero-Rivera. 2011. The influence of stochastic and se-
lective forces in the population divergence of female colour poly-
morphism in damselflies of the genus Ischnura. Heredity 107:513–
522.
Scheiner, S., R. Mitchell, and H. Callahan. 2000. Using path analysis
to measure natural selection. Journal of Evolutionary Biology 13:
423–433.
Schluter, D. 1988. Estimating the form of natural selection on a
quantitative trait. Evolution 42:849–861.
Schluter, D., and D. Nychka. 1994. Exploring fitness surfaces. Amer-
ican Naturalist 143:597–616.
Shaw, R. G., and C. J. Geyer. 2010. Inferring fitness landscapes. Evo-
lution 64:2510–2520.
Siepielski, A. M., J. D. DiBattista, and S. M. Carlson. 2009. It’s about
time: the temporal dynamics of phenotypic selection in the wild.
Ecology Letters 12:1261–1276.
Siepielski, A. M., J. D. DiBattista, J. A. Evans, and S. M. Carlson.
2011. Differences in the temporal dynamics of phenotypic selec-
tion among fitness components in the wild. Proceedings of the
Royal Society B: Biological Sciences 278:1572–1580.
Siepielski, A. M., K. M. Gotanda, M. B. Morrissey, S. E. Dia-
mond, J. D. DiBattista, and S. M. Carlson. 2013. The spatial pat-
terns of directional phenotypic selection. Ecology Letters 16:1382–
1392.8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
Sinervo, B., and C. M. Lively. 1996. The rock-paper-scissors game
and the evolution of alternative male strategies. Nature 380:240–
243.
formance by reducing sexual harassment in damselflies. Nature
Communications 5:4468.
Takahashi, Y., J. Yoshimura, S. Morita, and M. Watanabe. 2010.
Editor: Troy Day
E196 The American NaturalistSinervo, B., E. Svensson, and T. Comendant. 2000. Density cycles
and an offspring quantity and quality game driven by natural se-
lection. Nature 406:985–988.
Sober, E. 1984. The nature of selection: evolutionary theory in phil-
osophical focus. MIT Press, Cambridge, MA.
Stinchcombe, J. R. 2005. Measuring natural selection on proportional
traits: comparisons of three types of selection estimates for resis-
tance and susceptibility to herbivore damage. Evolutionary Ecol-
ogy 19:363–373.
Stinchcombe, J. R., A. F. Agrawal, P. A. Hohenlohe, S. J. Arnold, and
M. W. Blows. 2008. Estimating nonlinear selection gradients using
quadratic regression coefficients: double or nothing? Evolution 62:
2435–2440.
Stinchcombe, J. R., M. T. Rutter, D. S. Burdick, P. Tiffin, M. D.
Rausher, and R. Mauricio. 2002. Testing for environmentally in-
duced bias in phenotypic estimates of natural selection: theory and
practice. American Naturalist 160:511–523.
Svensson, E. I., and J. Abbott. 2005. Evolutionary dynamics and pop-
ulation biology of a polymorphic insect. Journal of Evolutionary
Biology 18:1503–1514.
Svensson, E. I., J. K. Abbott, T. P. Gosden, and A. Coreau. 2009. Fe-
male polymorphisms, sexual conflict and limits to speciation pro-
cesses in animals. Evolutionary Ecology 23:93–108.
Svensson, E. I., J. Abbott, and R. Härdling. 2005. Female polymor-
phism, frequency dependence, and rapid evolutionary dynamics
in natural populations. American Naturalist 165:567–576.
Svensson, E. I., and R. Calsbeek. 2012. The adaptive landscape in
evolutionary biology. Oxford University Press, Oxford.
Takahashi, Y., K. Kagawa, E. I. Svensson, and M. Kawata. 2014. Evo-
lution of increased phenotypic diversity enhances population per-“If, during its stay in shallow water, the weather should suddenly beco
retreats to water of some forty fathoms in depth, and does not return
former resort, which is a depth of fifteen or twenty fathoms. The Had
return to its former station.” From “The Habits and Migrations of So
American Naturalist, 1870, 4:513–521).
This content downloaded from 130.102.15
All use subject to JSTORNegative frequency-dependent selection in female color polymor-
phism of a damselfly. Evolution 64:3620–3628.
Van Gossum, H., L. de Bruyn, and R. Stoks. 2005. Reversible switches
between male-male and male-female mating behaviour by male
damselflies. Biology Letters 1:268–270.
Verzijden, M. N., C. Ten Cate, M. R. Servedio, G. M. Kozak, J. W.
Boughman, and E. I. Svensson. 2012. The impact of learning on
sexual selection and speciation. Trends in Ecology and Evolution
27:511–519.
Wade, M. J., and S. Kalisz. 1990. The causes of natural selection.
Evolution 44:1947–1955.
Wagner, G. P. 2010. The measurement theory of fitness. Evolution
64:1358–1376.
Walker, J. A. 2007. A general model of functional constraints on
phenotypic evolution. American Naturalist 170:681–689.
Waller, L. A., D. Smith, J. E. Childs, and L. A. Real. 2003. Monte
Carlo assessments of goodness-of-fit for ecological simulation
models. Ecological Modelling 164:49–63.
Walsh, B., and M. W. Blows. 2009. Abundant genetic variation 1
strong selection p multivariate genetic constraints: a geometric
view of adaptation. Annual Review of Ecology, Evolution, and Sys-
tematics 40:41–59.
Winn, A. 2004. Natural selection, evolvability and bias due to envi-
ronmental covariance in the field in an annual plant. Journal of
Evolutionary Biology 17:1073–1083.
Associate Editor: Vlastimil Křivanme cold, and so remain for two or three days, the codfish immediately
till the temporary change has passed; then they gradually seek their
dock [pictured] at such times likewise retreats, but does not so soon
me of the Marine Fishes of Massachusetts” by James H. Blake (The
8.19 on Fri, 21 Aug 2015 00:15:21 AM
 Terms and Conditions
